SUMMARY
INTRODUCTION

53
Correct protein folding depends on the cis-trans isomerisation of X-Pro bonds, where X 54 is any other amino acid (Brandts et al., 1975) . Uniquely among naturally occurring amino There is no significant sequence homology between the four groups, but they do exhibit some 
86
ESS1 is a pin1/parvulin of Saccharomyces cerevisiae that is known to be essential ( bled (4-5 ml) to harvest pre-immune serum which was stored at -20 °C, 1 ml injection 160 consisting of 0.5 ml antigen (between 0.5 and 1 mg/ml) and 0. 
Co-immunoprecipitation (co-IP)
166
A preparation of 9.62 x 10 8 parasites was harvested as described in section 2.2. Parasites supplemented with 100 µg tetracycline/ml. The protein being assessed (1 µM) was prepared in a final volume of 50 µl into 0. obtaining the first derivative of the curve and identifying the curve's maximal point.
242
Immunofluorescence microscopy 243 244
Eight-well multitest immunofluorescence microscopy slides (Thermo Scientific) were pre-245 treated with 0.1% (w/v) poly-L-lysine overnight at room temperature in a humid chamber. 
RESULTS
271
Identification of interacting partners by co-IP
272
Co-IPs of PfCY19A, PfCYP19B and PfFKBP35 were analysed by SDS-PAGE (Fig. 1) .
273
Bands of interest were excised from the gels and analysis by mass spectrometry revealed 161, figure S1 ).
294
After confirming cross-reactivity of the HsHsp70 antibody we used it to generate a co-IP 295 column. The co-IP eluate from this column contained PfCYP19B when analysed by western 296 blotting with an anti-PfCYP19B antibody (Fig. 2, lanes 1 & 2) . We can conclude that this 297 ability to pull down PfCYP19B is specific to the anti-Hsp70 column since neither co-IPs 298 performed using a column made with an irrelevant antibody (Fig. 2, expected (Figure 4, 1) . After 14-16 h of incubation with CsA at 5x IC 50 the characteristic 327 staining of PfRAP1 was disrupted and RAP1 and PfCYP19B co-located (Figure 4, 2) . The evidence of an effect on the location of PfCYP19B.
332
In order to exclude the possibility that this effect was due to calcineurin inhibition by the the classic antimalarial drugs chloroquine and artemisinin, which had no effect on RAP1 338 location after 14-16 h at 5x IC 50 (Figure 4, 6&7) . Taken 
366
We subsequently demonstrated that PfCYP19B was specifically pulled down with Hsp70 in why the parasite requires a large repertoire of immunophilins.
379
We also highlighted the putative interaction of PfFKBP35 with the nucleosome complex of 380 P. falciparum. Our Y2H study indicated a putative interaction between PfFKBP35 and the 381 histones H2B and CenH3. Co-IP with PfFKBP35 also pulled down H2B and H3, along with 382 the other histones H2A and H4 and the nucleosome assembly protein (NAPS). We believe 383 that the direct interactions may be with H2B and H3 and since these proteins exist as 384 heterodimers of H2A-H2B and H3-H4 they may pull down H2A and H4 by that association. image: numbers indicate mass in kDa. Co-IP eluates were concentrated using a 9-kDa cut-off 441 protein concentrator: 100% of the fraction was loaded, containing ~80-100 ng of protein.
442
Concentration was performed at 5000 x g for 30 minutes. Red arrow = co-precipitating 443 protein also present in pre-immune serum control. White arrow = PfCyp19B. Black arrows = 444 putative interacting partners. Bracket = ~25 to ~70 kDa section excised as a whole from gel. likely interactors with the bait; "Class C" interactors were found only once in the screen. 
